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Proteins interacting with diverse ligands—proteins, pep-
tides, or DNA—are the basic principles underlying many
biological processes, such as antigen-antibody binding,
signaltransduction,orreceptorbinding.Proteinmicroar-
rays oﬀer the opportunity to study the full spectrum of
protein characteristics in a massively parallel, miniatur-
ized, and automated fashion. Protein microarrays provide
a means for high-throughput identiﬁcation and quantiﬁ-
cation of proteins from diﬀerent biological samples in
healthanddisease.Proteinmicroarraysareprovidingnew
insight at the cell and organism levels. The analysis of the
proteomeusingproteinmicroarrayswillincreasedramat-
ically in the near future.
This book, edited by Mark Schena (Jones and Bartlett
Publishers), represents a nice collection of articles that re-
view approaches and technologies useful in the analysis of
global protein expression, or proteomics, more precisely
in the emerging and evolving ﬁeld of protein microarrays.
The book comprises 24 contributions that are intended
as a guide both for novices and for experienced practi-
tioners who want to try the newer protein microarrays
techniques. The contributions guide researchers through
the complete process of working with protein microarrays
assay systems, from generating proteins, labeling them,
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immobilizing proteins on microarrays (slide preparation,
printing, binding reactions), detection to ﬁnally identify-
ing the proteins. The volume includes also some detailed
protocols for generating protein microarrays. Some chap-
ters include a description of the protocol, the basic theory
behind it, a list of the equipment and reagents necessary
for the protocol, a step-by-step guide to the experiment,
and hints for dealing with problems.
Written for both graduate students and experienced
investigators, this collection of contributions from re-
searchers with wide spectrum of research interests de-
scribes the general principles, analytical methods, and
protocols involved in the study of the proteome using mi-
croarrays.Thestateoftheartisdescribedindetailinsome
chapters, together with an extensive coverage of the detec-
tion methods available. Suﬃc i e n td e t a i li sg i v e nt oa l l o w
the readers to apply these technologies to their own par-
ticular requirements.
The list of authors consisting of world leading experts
providearoadmapforsolvingthecomplexchallengesthat
are currently faced while monitoring protein-protein in-
teractions over a wide range of microarray platforms. In
doing so, they also oﬀer a comprehensive overview of mi-
croarray surface chemistry, detection technologies, fabri-
cation options forarraydevelopment, anddataanalysisof
numeroustypesofprotein.Inaddition,detailedprotocols
for peptide synthesis, and the analysis of protein-protein,
protein-DNA interactions as well as epitope mapping are
presented in this book. It is ideally suited not only for ba-
sic research laboratories but also for diagnostic and thera-
peutic applications since many diseases are related to dys-
functions in protein recognition and binding.